Histograms show mean percentages of chromosomes with the indicated telomere aberrations per metaphase in the cohort of normal primary fibroblasts described in Table1. Mean percentages (± Standard error of the mean (SEM)) were calculated from at least n=30 metaphases per sample. ATRdeficient Seckel fibroblasts GM18366 and GM09812 exhibited a significant higher level of chromosomes with sister telomere fusions, sister telomere losses, telomere doublets and terminal deletions compared to each of the 6 normal primary fibroblasts (at least, p < 0.05).
include 50% of the values centered on the median (the horizontal line through the box). The vertical lines begin at the 10 th percentile and end at the 90 th percentile (* p ≤ 0.05; **p < 0.001; *** p < 0.0001, at least n= 47 metaphases per condition). Figure S5 Pennarun et al. Figure S6 Pennarun et al. 
Supplementary Figure S3: Cell growth inhibition and apoptosis in

